[Abstract] This protocol describes small RNA library preparation from Vigna mungo total RNA followed by deep sequencing and analysis for microRNA identification.
Enriched the cDNA by a low cycle PCR amplification of 15 cycles (initial denaturation of 30 sec
at 98 °C; 15 cycles of 98 °C for 10 sec, 60 °C for 30 sec, and 72 °C for 15 sec; followed by a final extension at 72 °C for 10 min) to generate ample template for deep sequencing and clean using polyacrylamide gel followed by overnight gel elution and salt precipitation using glycogen, 3 M sodium acetate and absolute ethanol. Re-suspended the precipitate in nuclease free water.
5
. Quantify the prepared library using Qubit fluorometer (50 ng/µl), and validate for quality by running an aliquot on high sensitivity DNA kits. 
Trimming is done using cutadapt-0.9.3 to remove ligated adapter sequences from the original small RNA sequences. Cutadapt tool removes user specified sequences from the fastq files (Martin, 2011 
